. Transcripts by Cuffcompare class code classification across cell types. (A) Number of transcripts detected at 1 FPKM expression threshold, classified as either known (class code "=") or potentially novel (class codes "j", "u" (a.k.a. "-"), "x", "i", and "o"). Other class codes were not detected (2 replicates per cell type, mean ± SEM shown). (B) Class codes distribution of the potentially novel transcripts in A: "j", at least 1 novel and 1 known splice junction; "u" (a.k.a. "-"), novel transcript in the intergenic region; "x", exonic overlap with known antisense exon; "o", partial exonic overlap with known exon; and "i", exon within known intron (ranged from 0 to 3 transcripts per sample and bar could not be seen). Other class codes were not detected. Figure S2 . Cell types differ in the proportion of highly expressed genes using upper quartile normalization. Number of expressed genes plotted across increasing normalized expression (upper quartile normalization) thresholds for different cell types, as marked (8 cell types, 2 replicates each, mean ± SEM shown; the means were statistically significantly different, p < 0.001, F = 63.2, by ANOVA with repeated measures, sphericity assumed). Table S1 . Ranking of cell types by the proportion of highly expressed genes using FPKM and upper quartile normalization. Left, ranking of the cell types by the proportion of highly expressed genes using FPKM normalization (ranking shown for 90, and is the same for 100, see thresholds in Figure 3A ), or right, by upper quartile normalization (ranking shown for 90, and is the same for 100, see thresholds in Figure S1 ). Ranking: higher to lower position in the column indicates higher to lower proportion of highly expressed genes.
FPKM normalization
Upper Table S3 . Biological processes enriched in the group of cell types with high proportion of highly expressed genes. Clusters implicated in the same higher order biological process were manually merged and averages of their enrichment scores are shown (e.g., metabolic processes of nucleobase, alkaloid, oxidoreduction, cellular amide, and membrane lipid, were merged under Cellular Metabolism category). 
